In [S7 Fig](#pone.0194674.s001){ref-type="supplementary-material"}, the names of cell lines are incorrectly matched to the underlying data. Please see the corrected [S7 Fig](#pone.0194674.s001){ref-type="supplementary-material"} here.
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###### Copy number plots from the Cancer Cell Line Encyclopedia data.

Copy number plots show that genomic events detected in the UNC HNSCC cohort can also be found in the HNSCC cell lines from the Cancer Cell Line Encyclopedia. A. Amplifications in chromosome 3q are seen in all predicted subtypes, and the predicted classical subtype exhibits focal amplification of the region containing *SOX2*. B. HSC2 (predicted basal) exhibits focal amplification of *EGFR*, while KYSE510 (predicted atypical) does not. C. Both BIRC31 (predicted mesenchymal) and KYSE180 (predicted classical) exhibit focal deletion of *CDKN2A*. D. Both SCC15 (predicted mesenchymal) and PECAPJ34 (predicted basal) exhibit focal amplification of CCND1. Note that gains of 11q22 are also seen for SCC15.

(TIF)

###### 

Click here for additional data file.
